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Figure lA 



1 ATGACAACTCTTGTTCCTGCAACCCTCTCCTTCCTTCTTCTCTGGACCCTGCCAGGGCAG 60 
IMTTLVPATLSFLLLWTLPGQ 20 



61 GTCCTCCTCAGGGTGGCCTTGGCAAAAGAGGAAGTCAAATCTGGAACCAAGGGGTCCCAG 120 
21VLLRVALAKEEVKSGTKGSQ 40 



121 CCCATGTCCCCCTCTGATTTCCTAGACAAACTTATGGGGCGAACATCTGGATATGATGCC 180 

41PMSPSDFLDKLMGRTSGYDA 60 

181 AGGATTCGGCCCAATTTTAAAGGCCCACCCGTGAACGTGACCTGCAACATCTTCATCAAC 24 0 

61RIRPNFKGPPVNVTCNIFIN 80 



241 AGTTTCAGCTCCGTCACCAAGACCACAATGGACTACCGGGTGAATGTCTTCTTGCGGCAA 300 

81SFSSVTKTTMDYRVNVFLRQ 100 

301 CAGTGGAATGACCCACGCCTGTCCTACCGAGAATATCCTGATGACTCTCTGGACCTCGAT 360 

lOlQWNDPRLSYREYPDDSLDLD 120 



361 CCCTCCATGCTGGACTCTATCTGGAAGCCAGACCTCTTCTTTGCTAATGAGAAAGGGGCC 42 0 
121 PSMLDSIWKPDLFFANEKGA 140 



421 AACTTCCATGAGGTGACCACGGACAACAAGTTACTGCGCATCTTCAAGAATGGGAATGTG 4 80 
141NFHEVTTDNKLLRIFKNGNV 160 



4 81 CTGTACAGCATCAGGCTGACCCTCATTTTGTCCTGCCTGATGGACCTCAAGAACTTCCCC 540 
161LYSIRLTLILSCLMDLKNFP 180 



541 ATGGACATCCAGACCTGCACGATGCAGCTTGAGAGC TTT6GCTA CACCATGAAAGACCTC 600 

181MDIQTCTMQLES |||fjff|Mi T M K D L 200 

601 GTGTTTGAGTGGCTGGAAGATGCTCCTGCTGTCCAAGTGGCTGAGGGGCTGACTCTGCCC 660 

201 VFEWLEDAPAVQVAEGLTLP 220 

221 ^^'^'^'^'^^'^^'^'^'^'^'^'^^^'^^^^^'^'^^'^'^'^^^^ 720 



721 AAATTCACCTGCATCGAGGTAAAGTTTCACCTGGAACGGCAGATGGGCTACTATCTGATT 780 
241KFTCIEVKFHLERQ M G Y Y L I 260 



781 CAGATGTACATCCCCAGCCTACTCATCGTCATCCTGTCCTGGGTCTCCTTCTGGATCAAC 840 
261 QMYIPSLLIVILSWVSFWIN 280 



841 ATGGATGCTGCCCCTGCCCGTGTGGGCCTGGGCATCACCACCGTGCTCACCATGACCACC 900 
281 M D A A P A R VGLGITTVLTMTT 300 
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Figure IB 

901 CAGAGCTCTGGCTCCCGGGCCTCTTTGCCTAAGGTGTCCTACGTGAAGGCAA.TCGACATC 960 

301 Q S S G S RASLPKVSYVKAIDI 320 

961 TGGATGGCTGTGTGTCTGCTCTTTGTGTTCGCTGCCTTGCTGGAGTATGCTGCCATAAAT 1020 

321 WMAVCLLFVFAALLEYAAIN 340 



1021 TTTGTTTCTCGTCAGCATAAAGAATTCATACGACTTCGAAGAAGGCAGAGGCGCCAACGC 1080 

341 FYS RQHKEFIRLRRRQRRQR 360 

1081 TTGGAGGAAGATATCATCCAAGAAAGTCGTTTCTATTTCCGTGGCTATGGCTTGGGCCAC 1140 

361 LEEDIIQESRFYFRGYGLGH 380 

1141 TGCCTGCAGGCAAGAGATGGAGGTCCAATGGAAGGTTCTGGCATTTATAGTCCCCAACCT 1200 

381 CLQARDGGPMEGSGIYSPQP 400 



IZ 1201 CCAGCCCCTCTTCTAAGGGAAGGAGAAACCACGCGGAAACTCTACGTGGACTGAGCCAAG 1260 

401 PAPLLREGETTRKLYVD 417 

12 61 AGAATTGACACCATCTCCCGGGCTGTCTTCCCTTTCACTTTCCTCATCTTCAATATCTTC 1320 

|f 1321 TACTGGGTTGTCTATAAAGTGCTACGGTCAGAAGATATCCACCAGGCTCTGTGAATAGGG 1380 

1381 TGGGAGCTATAGAGTCCTGCTGCTGGCCTCCTGCTTCCTCCTGGGTGGGCTTTCTCCCTC 1440 

ii- 1441 AGTTAGACTCCATTAGGGGTTTGGACAGTTCCTTCCTGATCTCCCACTCAGAACTTCAAC 1500 

1501 TACCAGTCCCAAAGCTATGTGGGCCTATATTGCATGGTGCCAATGGTGGCTGTACTTATA 1560 

1561 AAGATGGCTTATCTACCCTAGTCCATATTTTCTCCATACTTTCCCATTTCTCATGAGACT 1620 

1 62 1 AAGGTTTGGCCACATTCCTGGGGCCAGGATGACCTTCTGCCCTTGCTGGAGCCTCCCTGT 1680 

1681 TTTCCAATACTCCAGTGGAGAGTATTCAGAACACTGCTGCTAGATTCTGGCATTTGTCAT 17 40 

1741 CTTAATCTGCACCACTTCTCCCCCTGCCACCTCCCACCCAGAGCCTGGCCATTACTCTGT 1800 

1801 CCTCTGTCCCTCCTGCTGCAGATTCAAATGGTGAGTTTCTCCTATCCACAAGTGCTGCCC 18 60 

18 61 TGTGGGGCCTAGTCAGGTTTCCTTGAAGTGAGAGGAAGGCAAAGCCGCAAGTTCCCCACC 1920 



1921 TCTCGAGAGGGTTGGAACAGTCATAGGCTGCACTGGGCTAGCGACTATATGGCCCAACAG 1980 
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Figure IC 

1981 AGAGGTGTTCAAGTCTCTTGGGAAGCCCCACACTTTGTCTTCATCCCTTTTCCTATTGCG 204 0 

2041 CTTGTCTGCTCTTTCCTGTTCACTGAGATACTCCTCTTGTCTGTCTCTTAGTTTTGAGGA 2100 

2101 GAGCGTTCTGAGCTGACCAGGGTAGCTGGTTCAGAAATTACTGTCAGAATTGGGGCAGAG 2160 

2161 ACTTTGGGTTCTCAAAAAGACTAACCTTCCAGATCCACCTGAACATTCTGGTCTCAGAAA 2220 

2221 TATTCGTTCCGTTCCCTAATTAACTAGCATGGTGGCAGGATCTGTTGGACAGCTGGGGAG 2280 

2281 TGTAAAAAAAGAAAAATACTTGTTCTTTAAGAAACTTACTTTATGATGCTAGAAAACTTT 234 0 

2341 TGAGAAAAGTGAGATCCAAGGTAGTGGAACCCAGGAGGAGTAGAATAGAGAAACTATTCT 2400 

2401 CAGAGTGTCTTTTGTTGGCTGGGCTTTCATTTGTTTCTTCTTTCTCACCAAAGTCTATTT 24 60 

24 61 TCCAGGGCCCTTCATTTCCAACCTGGTCTTTCACCTCCTTTTGGTGTGCAAATAAAGGTG 2520 

2521 CCGCTGCAACCTTGTTAAGGATAAAAAAAAAAAAAAAAAAAAAAA 2565 
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Figure 2A 



1 ATGACAACTCTTGTTCCTGCAACCCTCTCCTTCCTTCTTCTCTGGACCCTGCCAGGGCAG 60 

IMTTLVPATLSFLLLWTLPGQ 20 

61 GTCCTCCTCAGGGTGGCCTTGGCAAAAGAGGAAGTCAAATCTGGAACCAAGGGGTCCCAG 120 

21VLLRVALAKEEVKSGTKGSQ 40 

121 CCCATGTCCCCCTCTGATTTCCTAGACAAACTTATGGGGCGAACATCTGGATATGATGCC 180 

41PMSPSDFLDKLMGRTSGYDA 60 

181 AGGATTCGGCCCAATTTTAAAGGCCCACCCGTGAACGTGACCTGCAACATCTTCATCAAC 240 

61RIRPNFKGPPVNVTCNIFIN 80 

241 AGTTTCAGCTCCGTCACCAAGACCACAATGGACTACCGGGTGAATGTCTTCTTGCGGCAA 300 

81SFSSVTKTTMDYRVNVFLRQ 100 

301 CAGTGGAATGACCCACGCCTGTCCTACCGAGAATATCCTGATGACTCTCTGGACCTCGAT 360 

lOlQWNDPRLSYREYPDDSLDLD 120 

361 CCCTCCATGCTGGACTCTATCTGGAAGCCAGACCTCTTCTTTGCTAATGAGAAAGGGGCC 42 0 

121PSMLDSIWKPDLFFANEKGA 140 

421 AACTTCCATGAGGTGACCACGGACAACAAGTTACTGCGCATCTTCAAGAATGGGAATGTG 480 

141 NFHEVTTDNKLLRIFKNGNV 160 



481 CTGTACAGCATCAGGCTGACCCTCATTTTGTCCTGCCTGATGGACCTCAAGAACTTCCCC 540 
161LYSIRLTLILSCLMDLKNFP 180 



54 1 ATGGACATCCAGACGTGCACGATGCAGCTTGAGAGCTCATCCATACTCTGCAGCCCTCTG 600 
181MDIQTCTMQLESSSILCSPL 200 



601 CCATCTCTGTCACTTTCAGTTGGCTACACCATGAAAGACCTCGTGTTTGAGTGGCTGGAA 660 

201 P S L S L S V TMKDLVFEWLE 220 

661 GATGCTCCTGCTGTCCAAGTGGCTGAGGGGCTGACTCTGCCCCAGTTTATCTTGCGGGAT 720 

221DAPAVQVAEGLTLPQFILRD 240 

721 GAGAAGGATCTAGGCTGTTGTACC AAGCACTACAACA CAGGGAAATTCACCTGCATCGAG 780 

241EKDLGCCT WKKKtKKKM G K F T C I E 260 



781 GTAAAGTTTCACCTGGAACGGCAGATGGGCTACTATCTGATTCAGATGTACATCCCCAGC 84 0 

261 VKFHLERQ MGY YLI QM YI PS 280 

841 CTACTCATCGTCATCCTGTCCTGGGTCTCCTTCTGGATCAACATGGATGCTGCCCCTGCC 900 

281 LLI VILSWVSFWINM D A A P A 300 
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Figure 2B 

901 CGTGTGGGCCTGGGCATCACCACCGTGCTCACCATGACCACCCAGAGCTCTGGCTCCCGG 960 

301 R VGLGITTVLTMTTOSSGS R 320 

961 GCCTCTTTGCCTAAGGTGTCCTACGTGAAGGCAATCGACATCTGGATGGCTGTGTGTCTG 1020 

321ASLPKVSYVKAID I W M A V C L 340 

1021 CTCTTTGTGTTCGCTGCCTTGCTGGAGTATGCTGCCATAAATTTTGTTTCTCGTCAGCAT 1080 

341 LFV FAALLEYAAINFVS R Q H 360 

1081 AAAGAATTCATACGACTTCGAAGAAGGCAGAGGCGCCAACGCTTGGAGGAAGATATCATC 1140 

361KEFIRLRRRQRRQRLEEDII 380 

114 1 CAAGAAAGTCGTTTCTATTTCCGTGGCTATGGCTTGGGCCACTGCCTGCAGGCAAGAGAT 1200 

381QESRFYFRGYGLGHCLQARD 400 

iA ...... 

1201 GGAGGTCCAATGGAAGGTTCTGGCATTTATAGTCCCCAACCTCCAGCCCCTCTTCTAAGG 1260 

401GGPMEGSGIYSPQPPAPLLR 420 



m 



1261 GAAGGAGAAACCACGCGGAAACTCTACGTGGACTGAGCCAAGAGAATTGACACCATCTCC 1320 
421 EGETTRKLYVD 431 

1321 CGGGCTGTCTTCCCTTTCACTTTCCTCATCTTCAATATCTTCTACTGGGTTGTCTATAAA 138 0 



^ 1381 GTGCTATGGTCAGAAGATATCCACCAGGCTCTGTGAATAGGGTGGGAGCTATAGAGTCCT 1440 

ill ...... 

O 1441 GCTGCTGGCCTCCTGCTTCCTCCTGGGTGGGCTTTCTCCCTCAGTTAGACTCCATTAGGG 1500 

Pi 

1501 GTTTGGACAGTTCCTTCCTGATCTCCCACTCAGAACTTCAACTACCAGTCCCAAAGCTAT 1560 

1561 GTGGGCCTATATTGCATGGTGCCAATGGTGGCTGTACTTATAAAGATGGCTTATCTACCC 1620 



1621 TAAAAAAAAAAAAAAAAAAA 1640 
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Figure 3A 

1 
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Figure 3B 
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(330) 
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(337) 
(351) 
(313) 
(336) 



401 



(366) PyGMGPACLQAKDGI S||kgJ 

(385) IyGMGP-CLQAKDGMTPKi^' 

(375) GYG|GH-CLQAg|DGGPi~ " 

(389) GYG|GH-CLQAiDGGP| 
(338) 



400 

iH^LgfigiKRR BHiEDElGE|RFNFp 

" Lp^ggKRKNKTEAFALEKFYRFSDMDDEVRESRFSFT 

|F||L^RQR RQRLEEDIIQESRFYFR 

:QR RQRpEED^'QESRFYFR 

:QR rqr| 

tog RQ|KEEDfRRESRFNFf 

450 



IpeeIrkl] 

|PiE|RK|] 



APlLgGE T TRKLJVD- 
|l4PQPPAP|L^GETTRKLiVD- 



(374) GYGMGH-CL^KDGTAf J^PiNPLPQPPK iGiA^KKFVDRAI^I 
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(416) DKI SRI GFPgAFL I F!S1|FYW1i YKI|RRE D|HNQ— 

(429) DTISRACFPlAFLIFNfFYwilYKllRHEdiHHQQQD 

(418) 

(432) 

(338) 

(419) DT I SRAAFPpkFLI FNg[FYV^YKl|RHEDiHKK— 
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Figure 4 
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Figure 5 

G1934 909_001 MTTLVPATLSFLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMSPSDFLDKLMGRTSGYDA 
cloneES MTTLVPATLSFLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMSPSDFLDKLMGRTSGYDA 
cloneDS MTTLVPATLSFLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMSPSDFLDKLMGRTSGYDA 

G1934909_001 RIRPNFKGPPVNVTCKIFINSFSSITKTTMACWAPGNGNVSEGPISAPSQDYRVNVFLRQ 

CloneE3 RIRPNFKGPPVNVTCNIFINSFSSVTKTTM DYRVNVFLRQ 

CloneDS RIRPNFKGPPVNVTCNIFINSFSSVTKTTM DYRVNVFLRQ 

G1934909_001 QWNDPRLSYREYPDDSLDLDPSMLDSIWKPDLFFANEKGANFHEVTTDNKLLRIFKNGNV 
CloneES QWNDPRLSYREYPDDSLDLDPSMLDSIWKPDLFFANEKGANFHEVTTDNKLLRIFKNGNV 
CloneDS QWNDPRLSYREYPDDSLDLDPSMLDS IWKPDLFFANEKGANFHEVTTDNKLLRI FKNGNV 

G193 4 90 9_0 0 1 LYS IRLTLI LSCLMDLKNFPMDIQTCTMQLES FGYTMKDLVFEWLE 

CloneE3 LYSIRLTLILSCLMDLKNFPMDIQTCTMQLES FGYTMKDLVFEWLE 

CloneDS lysirltlilsclmdlknfpmdiqtctmqlesssilcsplpslslsvgytmkdlvfewle 

G1934909_001 dapavqvaegltlpqfilrdekdlgcctkhyntgkftcievkfhlerqmgyyliqmyips 
cloiieE3 dapavqvaegltlpqfilrdekdlgcctkhyhtgkftcievkfhlerqmgyyliqmyips 

CloneDS DAPAVQVAEGLTLPQFILRDEKDLGCCTKHYNTGKFTCIEVKFHLERQMGYYLIQMYIPS 



G1934909_001 LLIVILSWVSFWINMDAAPARVGLGITTVLTMTTQSSGSRASLPK 

^loneE3 LLIVILSWVSFWINMDAAPARVGLGITTVLTMTTQSSGSRASLPKVSYV!<AIDIWMaVCL 
LLIVILSWVSFWINMDAAPARVGLGITTVITMTTQSSGSRASLPKVSYVKAIDIWMAVCL 



CloneDS 



G1934909_001 
cloneE3 



LFVFAALLEYAAINFVSRQHKEFIRLRRRQRRQRLEEDIIQESRFYFRGYGIGHCLOARD 
LFVFAALLEYAAINFVSRQHKEFIRLRRRQRRQRLEEDIIQESRFYFRGYGLGHCLQARD 



G1934909_001 

CloneES GGPMEGSGIYSPQPPAPLLREGETTRKLYVD 
cloneDS GGPMEGSGIYSPQPPAPLLREGETTRKLYVD 
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Figure 6. 



HGRA4 



Protein 


Genbank 
ID 


Identities 


Similarities 


human glycine receptor alpha- 1 
subunit 


gi|4504019 


76.8% 


82.2% 


human glycine receptor alpha 3 
subunit 


gi|5729844 


84.4% 


78.7% 


mouse glycine receptor subunit 
alpha 4 protein 


gi|8 17957 


97% 


96% 


human glycine receptor alpha 2 
subunit 


gi|4504021 


80.6% 


86.5% 



m 



Protein 


Genbank 
ID 


Identities 


Similarities 


human glycine receptor alpha- 1 
subunit 


gi|4504019 


76.5% 


82% 


human glycine receptor alpha 3 
subunit 


gi|5729844 


78.5% 


84.2% 


mouse glycine receptor subimit 
alpha 4 protein 


gi|8 17957 


95.8% 


96.7% 


human glycine receptor alpha 2 
subunit 


gi|4504021 


80.3% 


86.2% 
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Figure 7 



AtgacaactcttgttcctgcaaccctctccttGcttcttctctggaccctgccagggcaggtcatcctcagggtggcct 
tggcaaaagaggaagtcaaatctggaaccaaggggtcccagcccatgtccccctctgatttcctagacaaacttatggg 
gcgaacatctggatatgatgccaggattcggcecaattttaaaggcccacccgtgaacgtgaectgcaacatcttcatc 

aacagtttcagctccatcaccaagaccacaatggcttgctgggcccctgggaatggcaatgtttctgaagggcccatat 
ctgcaccctcccaggactaccgggtgaatgtcttcttgcggcaacagtggaatgacccacgcctgtcctaccgagaata 
tcctgatgactctctggacctcgatccctccatgctggactctatctggaagccagacctcttctttgctaatgagaaa 
ggggccaacttccatgaggtgaccacggacaacaagttactgcgcatcttcaagaatgggaatgtgctgtacagcatca 
ggctgaccctcattttgtcctgcctgatggacctcaagaacttccccatggacatccagacctgcacgatgcagcttga 
gagctttggctacaccatgaaagacctcgtgtttgagtggctggaagatgctcctgctgtccaagtggctgaggggctg 
actctgccccagtttatcttgcgggatgagaaggatctaggctgttgtaccaagcactacaacacagggaaattcacct 
gcatcgaggtaaagtttcacctggaacggcagatgggctactatctgattcagatgtacatccccagcctactcatcgt 
catcctgtcctgggtctccttctggatcaacatggatgctgcccctgcccgtgtgggcctgggcatcaccaccgtgctc 
accatgaccacccagagctctggctcccgggcctctttgcctaag (SEQ ID NO: 9) 
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Figure 8 
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